Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.048; wR factor = 0.101; data-to-parameter ratio = 6.7.
The asymmetric unit of the title compound, C 20 H 16 N 2 O, contains two molecules. The dihedral angles between the benzimidazole ring systems and the attached benzene rings are 10.6 (5) and 13.7 (5) . The conformers are linked by bifurcated three-centre hydrogen bonds, forming chains along the diagonal of the ab plane. The packing is further stabilized byand C-HÁ Á Á interactions.
Related literature
For general background, see: Desiraju & Steiner (1999) ; Lehn (1990); Saenger (1984) ; Wakelin (1986) . For related structures, see: Estrada-Soto et al. (2006) ; Moreno-Diaz et al. (2006) ; Navarrete-Vá zquez et al. (2006) . 
Data collection
Bruker SMART CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 2003) T min = 0.976, T max = 0.987 7808 measured reflections 2830 independent reflections 2691 reflections with I > 2(I) R int = 0.038 Refinement R[F 2 > 2(F 2 )] = 0.048 wR(F 2 ) = 0.100 S = 1.17 2830 reflections 423 parameters 2 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.20 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C27/N4/C26/C21/N3 imidazole ring, and Cg2, Cg3 and Cg4 are the centroids of the C28-C33, C15-C20 and C35-C40 benzene rings, respectively. 
Data collection: SMART (Bruker, 2000); cell refinement: SAINT-Plus NT (Bruker, 2001); data reduction: SAINT-Plus NT; program(s) used to solve structure: SHELXTL-NT (Sheldrick, 2008); program(s) used to refine structure: SHELXTL-NT; molecular graphics: SHELXTL-NT; software used to prepare material for publication: PLATON (Spek, 2003) . Fig. 1 . The asymmetric unit of (I) showing the atom-labelling scheme. Displacement ellipsoids are drawn at the 50% probability level and H atoms are shown as small spheres of arbitrary radii. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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